The two biotypes of Vibrio cholerae serogroup 01, Classical and El Tor, were originally distinguished on the basis of their abilities to produce a soluble hemolysin which is secreted into the extracellular medium (4) . Strains of the Classical biotype are invariably nonhemolytic; however, El Tor strains now appear to be variable in their hemolytic phenotype (3) . In fact, El Tor strains can interconvert between being hemolytic and nonhemolytic (5) .
The structural gene hlyA for the hemolysin has been characterized and sequenced from both biotypes (1, 7) . Nucleotide sequence comparison of hlyA genes from both Classical strain 569B and El Tor strain 017 revealed the presence of an 11-base-pair deletion in strain 569B that results in a frameshift and generates a stop codon. This produces a truncated protein product of 27 kilodaltons in strain 569B, rendering it nonhemolytic, unlike the wild-type 82-kilodalton hemolysin (Fig. 1) . Interestingly, the deleted region has an inverted repeat arrangement that may have been the basis for its generation. Using an Applied Biosystems 381A DNA synthesizer, we constructed a 19-base-pair synthetic oligodeoxynucleotide that spans this il-base-pair deletion with 4 bases on either side. This oligodeoxynucleotide (5'-CGGCATTCATCTGA ATGAT-3') was then radiolabeled using polynucleotide kinase and [a-32P]dATP by the method of Maniatis et al. (6) and was used to probe whole genomic DNA from 118 Vibrio strains, including non-01 environmental isolates and non-V. cholerae vibrios. Figure 2 shows a nitrocellulose filter containing genomic DNA of a selection of strains ( (8) . Furthermore, the genes that encode these proteins display very strong DNA homology (2) . The probe binds to all the non-O1 isolates tested. Among other vibrios, Vibrio mimicus displays strong homology to the probe (Table 2) .
These data imply that all Classical strains tested have the same deletion mutation in the hlyA gene and that this 19-base-pair oligodeoxynucleotide probe is more effective for use in distinguishing between the two biotypes of V. cholerae serogroup 01 than the other commonly used methods, which are less reliable and often difficult to interpret. 
